Exploration of novel environments such as low-pH wild cranberry bog soils yields a rich diversity of bacteria, including Pseudomonas spp. Here, we present the draft genome sequence of Pseudomonas sp. strain MWU12-2323, isolated from wild cranberry plant rhizosphere. The genome has secondary metabolite genes encoding carbohydrate polymer-degrading enzymes.
tems Technologies tool kit (RASTtk) in the PATRIC CGA pipeline (7) . There were 7,078 protein-coding genes and 62 tRNA and 5 rRNA operons, as well as genes encoding enzymes for the biosynthesis of nonribosomal protein sequences (NRPS), polyketides, pyoverdine, and bacteriocin, each of which has potential biocontrol activity against root pathogens. Genes related to polysaccharide-degrading enzymes, including those for cellulase, laccases, amylase, and chitinases, were also detected. The presence of genes for carbohydrate polymer-degrading enzymes and biologically active secondary metabolites may indicate a role as a natural suppressor of plant-pathogenic fungi.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number WHJD00000000 for Pseudomonas sp. MWU12-2323. The Sequence Read Archive accession number is SRR10239425. (8), with discrete gamma distribution sites (5 categories [ϩG, parameter ϭ 0.3066]). The rate variation model allowed some sites to be evolutionarily invariable ([ϩI], 64.1081% of sites), with complete deletion of gaps and missing data and a rate variation model that allowed for some evolutionarily invariable sites ([ϩI], 82.42% of sites). There was a total of 1,283 positions in the final data set. The tree with the highest log likelihood (-3,550.0097) is shown. Bootstrap values based on 500 samplings are shown at the nodes. Initial trees for the heuristic search were obtained by applying the neighbor-joining method to a matrix of pairwise distances estimated using the maximum composite likelihood (MCL) approach. Except for the Escherichia coli outgroup, the tree is drawn to scale, with branch lengths measured in the number of substitutions per site. Evolutionary analyses were conducted in MEGA6 (9) . Pseudomonas sp. MWU12-2323 clusters with Pseudomonas sp. strain MWU13-2860, isolated from the same wild bog but taken in a different year. Accession numbers are shown in parentheses next to each organism name.
